Supplemental figure 1: Epigenetic landscape surrounding lncRNAs and adjacent genes and their expression upon induction of differentiation.
a. Upper panel: Publically available data of RNA-sequencing show expression of both transcripts (Kretz, M. et al., 2012 (GSE35468) ) and histone marks (NHEK tracks, ENCODE). Lower panels: response RP11-554I8 and NR_038291 (mRNA expression data n=3, mean -/+ SD. Statistical significance was assessed using a t-test: * p<0,05; ** p<0,01; *** p<0.001) to induction of differentiation. b. Upper panel: Publically available data of RNA-sequencing show expression of both transcripts (Kretz, M. et al., 2012 (GSE35468) ) and histone marks (NHEK tracks, ENCODE). Lower panels: response FAM64A and RP11-379B8 (mRNA expression data n=3, mean -/+ SD. Statistical significance was assessed using a t-test: * p<0,05; ** p<0,01; *** p<0.001) to induction of differentiation. c. Upper panel: Publically available data of RNA-sequencing show expression of both transcripts (Kretz, M. et al., 2012 (GSE35468) ) and histone marks (NHEK tracks, ENCODE). Lower panels: response TCF20 and Z83851 (mRNA expression data n=3, mean -/+ SD. Statistical significance was assessed using a t-test: * p<0,05; ** p<0,01; *** p<0.001) to induction of differentiation.
Supplemental figure 2: Both BLNCR and ITGB1 are downstream of the EGF receptor. 18s normalized expression of ITGB1 and lncRNA after 24 hours treatment with 10 μM EGFR inhibitor AG1478 or 1 μM MEK inhibitor PD0325901. n=3, t-test indicated no significant differences. a. Expression of p63 in the knockdown samples (knockdown of p63 is 82.5%, n=3, mean -/+ SD. Statistical significance was assessed using a t-test: * p<0,05; ** p<0,01; *** p<0.001). b. Periplakin (PPL), transglutaminase I (TGM1) and integrin α6 (ITGα6) expression in control and p63 knockdown samples (n=3, mean -/+ SD. Statistical significance was assessed using a t-test: * p<0,05; ** p<0,01; *** p<0.001.
